DALI comparisons using the structure of AtAPR1 redox domain protein that is closest to the mean of the ensemble PDB Z-score sequence identity protein Abbreviations: Z-score: normalized score that depends on the size of the structures RMSD: root-mean-square deviation of Cα atoms in the least-squares superimposition of the structurally equivalent Cα atoms %id: percentage of identical amino acids over all structurally equivalent residues Description: the COMPND record from the PDB entry Supplementary Table S2 . RMSD calculation was performed by using PyMol.
